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BEST AVAILABLE IMAGES 



Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 

Defects in the images may include (but are not limited to): 



BLACK BORDERS 

TEXT CUT OFF AT TOP, BOTTOM OR SIDES 
FADED TEXT 
ILLEGIBLE TEXT 
SKEWED/SLANTED IMAGES 
COLORED PHOTOS 

BLACK OR VERY BLACK AND WHITE DARK PHOTOS 
GRAY SCALE DOCUMENTS 



IMAGES ARE BEST AVAILABLE COPY. 



As rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 
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DISTRIBUTION OF ORs 



KNOWN LOCI MAPPED ON THE CLUSTER 
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GENE FAMILY 
SEQUENCES OF 
REFERENCE ORGANISM 

0) 



GENE FAMILY 
SEQUENCES OF 
CANDIDATE ORGANISM 
(2) 



APPLICATION OF 
HMM SOFTWARE 
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QUERY AMINO 
ACID SEQUENCE 
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TBLASTN SEARCH 
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ORGANISM SEQUENCE 
DATABASE 

(6) 



COMPARISON WITH 
HMM PROFILE 
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DETERMINATION OF 
POTENTIAL CANDIDATE 
ORFs 
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IDENTIFICATION OF 
POTENTIAL CANDIDATE 
SEQUENCES 
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IDENTIFICATION OF FULL 
LENGTH GENE FAMILY 
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